In the original article, the PCR genotyping protocol contained errors. The correct x214 primer sequence is 5 0 -TTTCTCTGGGAATGACAATGC. The correct PCR product sizes are 191 bp for the wild type allele and 249 bp for the floxed allele. These corrections do not affect the conclusions of the paper, and the authors sincerely apologize for this oversight.
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Generation of Brs3 conditional allele, Brs3
fl having the floxed targeted allele with the selection cassette removed was selected. PCR genotyping used primers x213 (5 0 -GTATGCAT TACCACGTACGA, intron 1, forward) and x214 (5 0 -TTTCTCTGGGAATGACAATGC, intron 1, reverse), producing products of 191 bp wild type (WT) and 249 bp (floxed). Brs3 mRNA was quantitated by RT-PCR using primers x573 (5 0 -CTGCTGACTTGTGTGCCTGT) and x574 (5 0 -AGTGGCTTCACGACT GCTTT). 
